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ATGCCTGCCTTCAATAGATTGTTTCCCCTGGCTTCTCTCGTGCTTATCTA 
ATGCCTGCCTTCAACAGATTGCTTCCCCTAGCTTCTCTAGTGCTCATCTA 
ATGCCTGCCTTCAA AGATTG TTCCCCT GCTTCTCT GTGCT ATCTA 
51 100 
C TGGGTC AGTGTCTGCTTC C C TGTGTGTGTGG AAGTGCCC TCGG AG ACGG 
CTGGGTCAGAGTCTGCTTCCCTGTGTGTGTGGAAGTGCCCTCGGAGACAG 
C TGGGTC AG GTCTGC TTC C C TGTGTGTGTGG AAGTGCCC TCGG AG AC G 
101 ' ■ " - - • 150 

AGGCCGTGCAGGGCAACCCCATGAAGCTGCGCTGCATCTCCTGCATGAAG 
AAGCGGTGCAGGGCAATCCCATGAAGCTGAGGTGCATCTCCTGCATGAAG 
A GC GTGCAGGGCAA CCCATGAAGCTG G TGCATCTCCTGCATGAAG 
151 200 
AGAGAGGAGGTGGAGGCCACCACGGTGGTGGAATGGTTCTACAGGCCCGA 
AGGGAGGAGGTGGAGGCCACCACTGTGGTGGAGTGGTTCTACAGGCCTGA 
AG GAGGAGGTGGAGGCCACCAC GTGGTGGA TGGTTC T AC AGGC C GA 
201 250 
GGGCGGT AAAG ATTTCC TTATTT AC GAGT ATCGG AATGGC C AC C AGG AGG 
GGGCGGTAAAGATTTCCTTATATATGAGTATCGGAATGGCCACCAGGAAG 
GGGC GGT AAAG ATT TC C TT AT TA GAGT ATCGG AATGGC C AC C AGG A G 

300 

TGGAG AGC CC CTTTC AGGGGC GC C TGCAGTGG AATGGC AGCAAGG AC C TG 
TGGAGAGCCCCTTCC AAGGC CGTC TGC AGTGGAATGGGAGC AAAGAC CTG 
TGGAG AGC CC C TT CA GG CG C TGC AGTGG AATGG AGCAA G AC CTG 
301 350 
C AGG ACG TGTC CATC ACTGTGC TC AAC GTC AC TC TG AAC G AC TC TGGC CT 
CAGGACGTATCCATCACTGTACTCAATGTCACTTTGAATGACTCTGGCCT 
CAGGACGT TCCATCACTGT CTCAA GTC ACT TGAA GACTCTGGCCT 
351 400 
C T AC AC C TGC AATGTGTC CCGGG AGTTTG AGTTTG AGGCGC ATC GGC C C T 
CTACACATGCAATGTGTCCAGGGAGTTCGAATTCGAGGCACACAGGCCTT 
CTACAC TGC AATGTGTC C GGGAGTT GA TT GAGGC CA GGCC T 
401 450 
TTGTGAAGACGACGCGGCTGATCCCCCTAAGAGTCACCGAGGAGGCTGGA 
TTGTG AAGAC C AC GAG AC TG ATAC C TTTGCG AGTC AC TGAAG AGGC GGG A 
TTGTGAAGAC ACG G CTGAT CC T GAGTCAC GA GAGGC GGA 
451 500 
GAGGACTTCACCTCTGTGGTCTCAGAAATCATGATGTACATCCTTCTGGT 
GAAGACTTCACCTCCGTGGTCTCGGAAATCATGATGTACATCCTCCTGGT 
GA G AC TTC AC C TC GTGGTCTC GAAATCATGATGTACATCCT CTGGT 
501 550 
CTTCCTCACCCTGTGGCTGCTCATCGAGATGATATATTGCTACAGAAAGG 
CTTC C TC AC C TTGTGGC TGTTT ATTG AG ATG ATC T ATTGCT AC AGAAAGG 
CTTCCTCACC TGTGGCTG T AT GAGATGAT TATTGCTAC AGAAAGG 
551 600 
TC TC AAAAGC CG AAGAGGC AGC C C AAG AAAACGCGTC TG AC T AC C TTGCC 
TC TC T AAGGC CGAAG AGGC AGC AC AGG AAAATGCGTC TGAC T AC C TTGC T 
TCTC AA GC C G AAG AGGC AGC CA GAAAA GC GTC TGAC TACC TTGC 
601 648 
ATCCCATCTGAGAACAAGGAGAACTCTGCGGTACCAGTGGAGGAATAG 
ATC C C TTC AG AG AAC AAGGAG AAC TC TGTGGT AC C TG TGG AGGAAT AA 
ATCCC TC GAG AAC AAGGAG AAC TC TG GGTACC GTGGAGGAATA 
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